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Large IncHI2-plasmids encode extended-spectrum b-lactamases (ESBLs) in Enterobacter spp.
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Abstract
We investigated the prevalence of extended-spectrum b-lactamases (ESBLs) in Enterobacter spp. bloodstream isolates from 19 hospital
laboratories in Norway during 2011. A total of 62/230 (27%) isolates were resistant to third-generation cephalosporins and four (1.7%)
were ESBL-positive; blaCTX-M-15 (n = 3) and blaSHV-12 (n = 1). This is comparable to the prevalence of ESBLs in clinical isolates of Escherichia
coli and Klebsiella pneumoniae in Norway during the same period. All ESBL-positive isolates were multidrug resistant (MDR) and harboured
plasmid-mediated quinolone resistance. Three isolates supported transfer of large IncHI2-plasmids harbouring ESBL- and MDR-encoding
genes to E. coli recipients by in vitro conjugation.
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Abstract
The novel erm(T)-cadDX-carrying plasmid pUR3912 has recently been described in the methicillin-susceptible Staphylococcus aureus
ST398-t571 strain C3912 from a healthy human in Spain. Structural analysis revealed that pUR3912 belongs to the pC194 replicon family,
replicates via a rolling circle mechanism and harbours putative double-strand (dso) and single-strand (sso) origins of replication. Besides its
plasmid location, a copy of pUR3912 was also found in the chromosomal DNA of strain C3912. Two IS431 copies, which ﬂank the plasmid,
most probably mediated its chromosomal integration. Its ability to not only exist extrachromosomally, but also to integrate into the
chromosomal DNA ensures persistence and dissemination of pUR3912.
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